ABSTRACT The genome sequence of a Facklamia hominis strain isolated from the urine of a patient with acute cystitis and sepsis is reported. The genome contains ermB and tet(M) genes, consistent with the isolate's phenotypic resistance to macrolides and tetracycline.
subsystems, primarily for protein and carbohydrate metabolism. An ermB gene (conferring macrolide resistance) was found upstream of a tet(M) gene (conferring tetracycline resistance). Three prophage regions were identified using PHAge Search Tool Enhanced Release (PHASTER) (15) , of which 2 (PHAGE_Bacill_vB_BhaS_171 [GenBank accession number NC_030904] and PHAGE_Entero_phiFL4A [NC_013644]) were described as incomplete (score, Ͻ70%) and the third (PHAGE_Bacill_1 [NC_009737]) was questionable (score, 70% to 90%). To corroborate the genetic resistance findings, studies were performed to determine the MIC, which showed that the isolate is phenotypically resistant to erythromycin, azithromycin, and tetracycline (following the CLSI M100 recommendations for testing and interpretive criteria for Streptococcus spp. of the viridans group [4] ).
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number RYDT00000000. The version described in this paper is the first version, RYDT01000000. The raw reads were submitted to NCBI SRA under accession number PRJNA510568.
